Klebsiella pneumoniae LZ is a bacterium isolated from soil which can produce 1,3-propanediol from glycerol. Here we present a 5,431,750-bp assembly of its genome sequence. We annotated 9 coding sequences (CDSs) responsible for glycerol fermentation to 1,3-propanediol, 19 CDSs encoding glycerol utilization, and 134 CDSs related to its virulence and defense.
B
iomass-converted 1,3-propanediol (1,3-PDO) is one of the most important value-added platform chemicals (7). 1,3-PDO is used mainly in the synthesis of polymers, such as the new polyester polytrimethylene terephthalate, which possesses superior characteristics of stretching, stretch recovery, and better washfastness (2) . The tremendous growth of the biodiesel industry has created a surplus of glycerol, resulting in a dramatic decrease in crude glycerol price and making it desirable to produce 1,3-PD by microbial fermentation using glycerol as the substrate (6) .
Klebsiella pneumoniae is a typical microorganism capable of producing 1,3-PD by glycerol fermentation, and the relevant anabolic pathway has been well studied (5) . However, there are still certain problems, such as side reactions and relatively low efficiency from the substrate. Moreover, K. pneumoniae is a common opportunistic human pathogen, causing pneumonia, urinary tract infections, and bacteremia (3, 4) . Therefore, it is desirable to genetically modify K. pneumoniae to reduce its pathogenicity and enhance its ability to serve as a useful platform strain. This requires that the genetic information and characteristics of K. pneumoniae be well understood. Genome sequencing and bioinformatics will be of great help in this regard. Actually, the genomescale analysis has been proven useful for the metabolic engineering application (3).
K. pneumoniae LZ is a newly isolated strain capable of producing 1,3-PDO by anaerobic glycerol fermentation. Primary tests indicated that strain LZ could produce 39.9 g liter Ϫ1 1,3-PDO, with a production intensity of 1.29 g liter Ϫ1 h Ϫ1 . It is notable that the addition of sugars such as glucose or sucrose can inhibit glycerol metabolism, a result which may be different from findings for the previously reported strains (data not shown in detail).
Here we present the first draft genome sequence of K. pneumoniae LZ obtained using the Illumina GA system, which was performed by the Chinese National Human Genome Center, Shanghai, China, with a paired-end library. The reads were assembled by using VELVET (8) . The draft genome sequence of strain LZ was annotated using the RAST annotation server (1). The GϩC moles percentage was calculated using the genome sequence.
The draft genome sequence includes 5,431,750 bases and is comprised of 5,093 predicted coding sequences (CDSs) and 81 RNAs with a GϩC content of 57.1%, consisting of 196 large contigs (Ͼ200 bp in size). We have predicted 9 CDSs responsible for the glycerol fermentation to 1,3-PDO, including the key genes dhaT and dhaB. Meanwhile, 19 CDSs responsible for glycerol utilization and 25 CDSs for 1,3-PDO utilization were annotated; these CDSs should be further investigated for eliminating side reactions and increasing the conversion rate of glycerol. There are 134 CDSs that were annotated as the genes related to virulence and defense. About 44 of these CDSs were annotated as antibiotic resistance genes. Moreover, we annotated 55 CDSs related to the capsular and extracellular polysaccharides, which also correspond to virulence.
Nucleotide sequence accession numbers. This whole-genome shotgun project has been deposited at DDBJ/EMBL/GenBank under the accession number AJVY00000000. The version described in this paper is the first version, AJVY01000000. 
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